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FIG. 1 

ATGACGTCCACCTGCACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCC 
CTCTCCAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGGTTATC 
TTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTGTTGCAGCGCAAGCCG 
CAGCTGCTGCAGGTGACCAACCGTTTTATCTTTAACCTCCTCGTCACCGACCTGCTGCAG 
ATTTCGCTCGTGGCCCCCTGGGTGGTGGCCACCTCTGTGCCTCTCTTCTGGCCCCTCAAC 
AGCCACTTCTGCACGGCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAAC 
ACCATTGTCTTGGTGTCAGTGGATCGCTACTTGTCCATCATCCACCCTCTCTCCTACCCG 
TCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACCTGGATTGTGGCCATC 
CTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCAGGCTGCCTTTGATGAGCGCAATGCT 
CTCTGCTCCATGATCTGGGGGGCCAGCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTC 
ATCGTCATTCCACTGATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGG 
AGGCAGCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCAAGGAC 
TGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAGTTCCAGGATGAGAGT 
GAGTTTCGCCGCCAGCATGAA'GGTGAGGTCAAGGCCAAGGAGGGCAGAATGGAAGCCAAG 
GACGGCAGCCTGAAGGCCAAGGAAGGAAGCACGGGGACCAGTGAGAGTAGTGTAGAGGCC 
AGGGGCAGCGAGGAGGTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGT 
AAGGAAGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCACAGAG 
GTCAACCAGTGCAGCATTGACTTGGGTGAAGATGACATGGAGTTTGGTGAAGACGACATC 
AATTTCAGTGAGGATGACGTCGAGGCAGTGAACATCCCGGAGAGCCTCCCACCCAGTCGT 
CGTAACAGCAACAGCAACCCTCCTCTGCCCAGGTGCTACCAGTGCAAAGCTGCTAAAGTG 
ATCTTCATCATCATTTTCTCCTATGTGCTATCCCTGGGGCCCTACTGCTTTTTAGCAGTC 
CTGGCCGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAATCATC 
TGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGCTACATGCACAAGACC 
ATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTTCTTCTGCAAGGAAAAGCCCCCGAAA 
GAAGATAGCCACCCAGACCTGCCCGGAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCT 
TCCTACGATTCTGCTACTTTTCCTTGA 



FIG. 2 

MTSTCTNSTRESNSSHTCMPLSKMPISLAHGI IRSTVLVI FLAASFVGNIVLALVLQRKP 
QLLQVTNRFI FNLLVTDLLQI SLVAPWVVATSVPLFWPLNSHFCTALVSLTHLFAFASVN 
TIVLVSVDRYLSIIHPLSYPSKMTQRRGYLLLYGTWIVAILQSTPPLYGWGQAAFDERNA 
LCSMIWGASPSYTILSVVSFIVIPLIVMIACYSVVFCAARRQHALLYNVKRHSLEVRVKD 
CVENEDEEGAEKKEEFQDESEFRRQHEGEVKAKEGRMEAKDGSLKAKEGSTGTSESSVEA 
RGSEEVRESSTVASDGSMEGKEGSTKVEENSMKADKGRTEVNQCSIDLGEDDMEFGEDDI 
NFSEDDVEAVNI PESLPPSRRNSNSNPPLPRCYQCKAAKVI FI I I FSYVLSLGPYCFLAV 
LAVWVDVETQVPQWVITII IWLFFLQCCIHPYVYGYMHKTIKKEIQDMLKKFFCKEKPPK 
EDSHPDLPGTEGGTEGKIVPSYDSATFP 
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FIG. 3 

GCAACCTGTCTCACGCCCTCTGGCTGTTGCC 



FIG. 4 

AGTTAGTTCTAAGGCAAACCTT 



FIG. 5 

1 MTSTCTNSTR ESNSSHTCMP LSKMPISLAH GIIRST VLVI FLAASFVGNI 

51 VLALVLQRKP QLLQVTNRF I FNLLVTDLLQ ISLVAPWWA TSVPLF WPLN 

101 S HFCTALVSL THLFAFASVN TIVLVSV DRY LSIIHPLSYP SKMTQRR GYL 

151 LLYGTWIVAI LQSTPPLYGW GQAAFDERNA LCSMIWGASP SYT ILSWSF 

201 IVIPLIVMIA CYSWF CAAR RQHALLYNVK RHSLEVRVKD CVENEDEEGA 

251 EKKEEFQDES EFRRQHEGEV KAKEGRMEAK DGSLKAKEGS TGTSESSVEA 

301 RGSEEVRESS TVAS DGSMEG KEGSTKVEEN SMKADKGRTE VNQCSIDLGE 

351 DDMEFGEDDI NFSEDDVEAV NIPESLPPSR RNSNSNPPLP RCYQCKAAKV 

4 01 IFIIIFSYVL SLGPYCFL AV LAVWVDVETQ VPQ WVITIII WLFFLQCCIH 

451 PYV YGYMHKT IKKEIQDMLK KFFCKEKPPK EDSHPDLPGT EGGTEGKIVP 

501 SYDSATFP 
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FIG. 6A 
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FIG. 6B 
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FIG. 6C 
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FIG. 6D 
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FIG. 6E 
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FIG. 6F 
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FIG. 6G 
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FIG. 6H 
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SKH. 
SKH. 
SKH. 
SKH. 
SKH. 



. ALG . . YT . LHPPSQA|/;EGQHKDM . VRI PVGSRET 
. ALG . . YT . LHPPSQM|EGQHKDM . VRI PVGSRET 
. ALG . . YT . LHPPSQA|V|EGQHKDM . VRI PVGSRET 
. ALG . . YT . LHPPSQAOJEGQHRDM . VRI PVGSGET 
. ALG . . YT . LHPPSQaIeEQHRGM . VRI PVGSGET 
. TLG . . YT . LHAPSHVBEGQHKDL . VRI PVGSAET 



SKH. . .ALG. . YT.LHAPSQAlEGQHKDM. VRI PVGSGET 
SKH. . .ALG. . YT.LHPPSQAj|EGQHKDM. VRI PVGSRET 
AHHHHLSVG . . QSQTQGHSLTgSLDSKGAPCRLSPSSSVA 
PNHADLNYDPVAMRLKKRGENANGTVNGDANGKANGNIEA 



EDSHPDLPGTEGGTEGKIVPSYDSATFP- 
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ltalpdpd. .pep. . . pgtpemqipvasrrkppsa . . . fr 
prgspsph. .ctpr. . pglrrhajggagfglrpskaslrlr 
fyrisktdgvcewkffssmprgsiritvskdqsscttart 
fyrisktdgvcewkffssmprgshlritvskdqsscttarg 
fyrisktdgvcewkffssmprgsskltvskdqsscttarr 
fykisktdgvcewkffssmpqgsiritvpkdqsacttarv 
fykisktdgvcewkffssmpqgsyritmpkdqsacttarv 
fykisktdgvcewkifsslprgs|rmavardpsacttarv 

fykisktdgvcewkffssmprgsJaIritvpkdqsacttarv 
fyrisktdgvcewkffssmprgsyritvskdqsscttarv 
lsrtpssrdsrewrvfsggpinsy . . pgpteagrakvakl 

GEGTSSS — 
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EWRLLGPFRRPTTQLRAKVSSLSHKIRAGGAQRAEAACAQ 
EWRLLGPLQRPTTQLRAKVSSLSHKFRSGGARRAETACAL 
KSRSVTRLECS. . . .GMILAHCN. . LRLPGSRDSPASASQ 

HT - PMT ~ — ~ ~ 

GMDCRYFTKNC . . . . REHIKHVN . . FMMPPWRKGLEC — 
RSKSFLQVCCCV . GSSAPRPEEN . . HQVPTIKIHTISLGE 
RSKSFLQVCCCV. GSSTPRPEEN. . HQVPTIKIHTISLGE 
RSKSFLQVCCCL . GPSTPSHGEN . . HQIPTIKIHTISLSE 

RSKSFLQVCCCV. GPSTPNPGEN. . HQVPTIKIHTISLSE 
RSKSFLQVCCCV . GPSTPSLDKN . . HQVPTIKVHTISLSE 
CNKSLHRTCCCILRARTPTQDPAPLGDLPTIKIHQLSLSE 

RSEVEAVSLGVPHEVAEGATCQAYELADYSNLRETDI 

RSEVEAVSLNVPQDGAEAVICQAYEPGDLSNLRETDI 

AAGTTGDVPPGRRHQAQLIFVFLVETGFHHVGQDDLDLLT 

NGEEV 

NGEEV ~ — ~ ~ 

NGEEV — ~ ~ 

NGEEV — ~ ~ ~ 

NGEEV 

KGESV — ~ 
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FIG. 6J 
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FIG. 9 



MTSTCTNSTRESNSSHTCMPLSKMPISLAHGI IRSTVLVI FLAASFVGNI VLALVLQRKP 
MT STCTN S T RES NSSHTCMPLSKMP I SLAHG I IRSTVLVI FLAASFVGNI VLALVLQRKP 
MT STCTNSTRESNSSHTCMPLSKMP I SLAHGI IRSTVLVI FLAASFVGNI VLALVLQRKP 
MTSTCTNSTRESNSSHTCMPLSKMPISLAHGI IRSTVLVI FLAASFVGNI VLALVLQRKP 



HGPRBMY8 
AL390879 
AX148250 
AX080495 



QLLQVTNRFI FNLLVTDLLQI SLVAPWVVATSVPLFWPLNSHFCTALVSLTHLFAFASVN 
QLLQVTNRFI FNLLVTDLLQISLVAPWVVATSVPLFWPLNSHFCTALVSLTHLFAFASVN 
QLLQVTNRFI FNLLVTDLLQI SLVAPWVVATSVPLFWPLNSHFCTALVSLTHLFAFASVN 



QLLQVTNRE 



.VAPWVVAT! 



TIVgVSVDRYLSIIHPLSYPSKMTQRRGYLLLYGTWIVAILQSTPPLYGWGQAAFDERN 
TIVHVSVDRYLSIIHPLSYPSKMTQRRGYLLLYGTWIVAILQSTPPLYGWGQAAFDERNA 
TIV|VSVDRYLSIIHPLSYPSKMTQRRGYLLLYGTWIVAILQSTPPLYGWGQAAFDERNA 
TIV|VSVDRYLSIIHPLSYPSKMTQRRGYLLLYGTWIVAILQSTPPLYGWGQAAFDERNA 



LCSMIWGASPSYTILSVVSFI VI PLIVMIACYSVVFCAARRQHALLYNVKRHSLEVRVKD 
LCSMIWGASPSYTILSVVSFI VI PLI VMI AC YSVVFCAARRQHALLYNVKRHSLEVRVKD 
LCSMIWGASPSYTILSVVSFI VI PLI VMIACYSVVFCAARRQHALLYNVKRHSLEVRVKD 
LCSMIWGASPSYTILSVVSFI VI PLI VMIACYSVVFCAARRQHALLYNVKRHSLEVRVKD 



CVENEDEEGAEKKEEFQDESEFRRQHEGEVKAKEGRMEAKDGSLKAKEGSTGTSESSVEA 
CVENEDEEGAEKKEEFQDESEFRRQHEGEVKAKEGRMEAKDGSLKAKEGSTGTSESSVEA 
CVENEDEEGAEKKEEFQDESEFRRQHEGEVKAKEGRMEAKDGSLKAKEGSTGTSESSVEA 
CVENEDEEGAEKKEEFQDESEFRRQHEGEVKAKEGRMEAKDGSLKAKEGSTGTSESSVEA 



rgs ee vresstvasdgsmegkegstkveensmkadkgrtevnqcs i dlgeddmefgeddi 
rgseevresstvasdgsmegkegstkveensmkadkgrtevnqcsi dlgeddmefgeddi 
rgseevresstvasdgsmegkegstkveensmkadkgrtevnqcs i dlgeddmefgeddi 
rgseevresstvasdgsmegkegstkveensmkadkgrtevnqcsidlgedBmefgeddi 



HGPRBMY8 
AL390879 
AX148250 
AX080495 



nfseddveavnipeslppsrrnsnsnpplprcyqckaakvifiiifsyvlslgpycflav 
nfseddveavnipeslppsrrnsnsnpplprcyqckaakvifiiifsyvlslgpycflav 
nfseddveavnipeslppsrrnsnsnpplprcyqckaSkvifiiifsyvlslgpycflav 
nfseddveavnipeslppsrrnsnsnpplprcyqckaakvifiiifsyvlslgpycflav 



HGPRBMY8 
AL390879 
AX148250 
AX080495 

HGPRBMY8 
AL390879 
AX148250 
AX080495 



lavwvdvetqvpqwvitiiiwlfflqccihpyvygymhktikkeiqdmlkkffckekppk 
lavwvdvetqvpqwvitiiiwlfflqccihpyvygymhktikkeiqdmlkkffckekppk 
lavwvdvetqvpqwvitiiiwlfflqccihpyvygymhktikkeiqdmlkkffckekppk 
lavwvdvetqvpqwvitiiiwlfflqccihpyvygymhktikkeiqdmlkkffckekppk 



edshpdlpgteggtegkivpsydsatfp 
edshpdlpgteggtegkivpsydsatfp 
edshpdlpgteggtegkivpsydsatfp 
edshpdlpgteggtegkivpsydsatfp 
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FIG, 10A 



AX080495 GCCT 

HGPRBMY8 

AL390879 

AX148250 



GCAACCTGTCHCACGCCCTCTGGCTGTTGCCATGACGTCCACCTGC 
GCAACCTGTcBcACGCCCTCTGGCTGTTGCCATGACGTCCACCTGC 

TGACGTCCACCTGC 
TGACGTCCACCTGC 



1 



AX080495 i 
HGPRBMY8 
AL390879 
AX148250 



CCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCCCTCTC 
ACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCCCTCTC 
ACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCCCTCTC 
ACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCCCTCTC 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



CAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGG 
CAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGG 
CAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGG 
CAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGG 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TTATCTTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTG 
TTATCTTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTG 
TTATCTTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTG 
TTATCTTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTG 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TTGCAGCGCAAGCCGCAGCTGCTGCAGGTGACCAACCGTTTTATCTTT 
TTGCAGCGCAAGCCGCAGCTGCTGCAGGTGACCAACCGTTTTATCTTTAA 
TTGCAGCGCAAGCCGCAGCTGCTGCAGGTGACCAACCGTTTTATCTTTAA 
TTGCAGCGCAAGCCGCAGCTGCTGCAGGTGACCAACCGTTTTATCTTT" ' 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



CCTCCTCGTCACCGACCTGCTGCAGATTTCGCTCGTGGCCCCCTGGGTGG 
CCTCCTCGTCACCGACCTGCTGCAGATTTCGCTCGTGGCCCCCTGGGTGG 
CCTCCTCGTCACCGACCTGCTGCAGATTTCGCTCGTGGCCCCCTGGGTGG 
CCTCCTCGTCACCGACCTGCTGCAGATTTCGCTCGTGGCCCCCTGGGTGG 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TGGCCACCTCTGTGCCTCTCTTCTGGCCCCTCAACAGCCACTTCTGCACG 
TGGCCACCTCTGTGCCTCTCTTCTGGCCCCTCAACAGCCACTTCTGCACG 
TGGCCACCTCTGTGCCTCTCTTCTGGCCCCTCAACAGCCACTTCTGCACG 
TGGCCACCTCTGTGCCTCTCTTCTGGCCCCTCAACAGCCACTTCTGCACG 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



GCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAACACCAT 
GCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAACACCAT 
GCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAACACCAT 
GCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAACACCAT 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



tgtcntggtgtcagtggatcgctacttgtccatcatccaccctctctcct 
tgtcHtggtgtcagtggatcgctacttgtccatcatccaccctctctcct 
tgtcHtggtgtcagtggatcgctacttgtccatcatccaccctctctcct 
tgtcHtggtgtcagtggatcgctacttgtccatcatccaccctctctcct 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



ACCCGTCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACC 
ACCCGTCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACC 
ACCCGTCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACC 
ACCCGTCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACC 



D0047A CIP 



17/29 
FIG. 10B 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TGGATTGTGGCCATCCTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCA 
TGGATTGTGGCCATCCTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCA 
TGGATTGTGGCCATCCTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCA 
TGGATTGTGGCCATCCTGCAGAGCACTCCTCCACTCTACGGCTGGGGCC." 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



GGCTGCCTTTGATGAGCGCAATGCTCTCTGCTCCATGATCTGGGGGGCCA 
GGCTGCCTTTGATGAGCGCAATGCTCTCTGCTCCATGATCTGGGGGGCCA 
GGCTGCCTTTGATGAGCGCAATGCTCTCTGCTCCATGATCTGGGGGGCCA 
GGCTGCCTTTGATGAGCGCAATGCTCTCTGCTCCATGATCTGGGGGGCCA 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



GCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTCATCGTCATTCCACTG 
GCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTCATCGTCATTCCACTG 
GCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTCATCGTCATTCCACTG 
GCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTCATCGTCATTCCACTG 



AX080495 1 
HGPRBMY8 
AL390879 
AX148250 



TTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGGAGGC 
ATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGGAGGC7 
ATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGGAGGC7 
ATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGGAGGC 



AX080495 
HGPRBMY8 
AL390879 
AX148250 

AX080495 
HGPRBMY8 
AL390879 
AX148250 



GCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCA 
GCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCA 
GCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCA 
GCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTC." 



GGACTGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAG 
AGGACTGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAG 
AGGACTGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAG 
AGGACTGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAG 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TTCCAGGATGAGAGTGAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGC 
TTCCAGGATGAGAGTGAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGC 
TTCCAGGATGAGAGTGAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGC 
TTCCAGGATGAGAGTGAGTTTCGCCGCCAGCATGAAGGTGAGGTCAAGGC 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



CAAGGAGGGCAGAATGGAAGCCAAGGACGGCAGCCTGAAGGCCAAGGAAG 
CAAGGAGGGCAGAATGGAAGCCAAGGACGGCAGCCTGAAGGCCAAGGAAG 
CAAGGAGGGCAGAATGGAAGCCAAGGACGGCAGCCTGAAGGCCAAGGAAG 
CAAGGAGGGCAGAATGGAAGCCAAGGACGGCAGCCTGAAGGCCAAGGAAG 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



GAAGCACGGGGACCAGTGAGAGTAGTGTAGAGGCCAGGGGCAGCGAGGAG 
GAAGCACGGGGACCAGTGAGAGTAGTGTAGAGGCCAGGGGCAGCGAGGAG 
GAAGCACGGGGACCAGTGAGAGTAGTGTAGAGGCCAGGGGCAGCGAGGAG 
GAAGCACGGGGACCAGTGAGAGTAGTGTAGAGGCCAGGGGCAGCGAGGAG 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



GTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGTAAGGA 
GTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGTAAGGA 
GTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGTAAGGA 
GTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGTAAGGA 
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FIG. IOC 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



AGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCA 
AGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCA 
AGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCA 
AGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGC 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



CAGAGGTCAACCAGTGCAGCATTGACTTGGGTGAAGATG|jCATGGAGTTT 
CAGAGGTCAACCAGTGCAGCATTGACTTGGGTGAAGATGACATGGAGTTT 
CAGAGGTCAACCAGTGCAGCATTGACTTGGGTGAAGATGACATGGAGTTT 
CAGAGGTCAACCAGTGCAGCATTGACTTGGGTGAAGATGACATGGAGTTT 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



GGTGAAGACGACATCAATTTCAGTGAGGATGACGTCGAGGCAGTGAACAT 
GGTGAAGACGACATCAATTTCAGTGAGGATGACGTCGAGGCAGTGAACAT 
GGTGAAGACGACATCAATTTCAGTGAGGATGACGTCGAGGCAGTGAACAT 
GGTGAAGACGACATCAATTTCAGTGAGGATGACGTCGAGGCAGTGAACAT 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



CCCGGAGAGCCTCCCACCCAGTCGTCGTAACAGCAACAGCAACCCTCCTC 
CCCGGAGAGCCTCCCACCCAGTCGTCGTAACAGCAACAGCAACCCTCCTC 
CCCGGAGAGCCTCCCACCCAGTCGTCGTAACAGCAACAGCAACCCTCCTC 
CCCGGAGAGCCTCCCACCCAGTCGTCGTAACAGCAACAGCAACCCTCCTC 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TGCCCAGGTGCTACCAGTGCAAAGCTGCTAAAGTGATCTTCATCATCATT 
TGCCCAGGTGCTACCAGTGCAAAGCTGCTAAAGTGATCTTCATCATCATT 
TGCCCAGGTGCTACCAGTGCAAAGCT GCT AAAGTGATCTTCATCATCATT 
TGCCCAGGTGCTACCAGTGCAAAGCT^ffiAAAGTGATCTTCATCATCATT 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TTCTCCTATGTGCTATCCCTGGGGCCCTACTGCTTTTTAGCAGTCCTGGC 
TTCTCCTATGTGCTATCCCTGGGGCCCTACTGCTTTTTAGCAGTCCTGGC 
TTCTCCTATGTGCTATCCCTGGGGCCCTACTGCTTTTTAGCAGTCCTGGC 
TTCTCCTATGTGCTATCCCTGGGGCCCTACTGCTTTTTAGCAGTCCTGGC 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



CGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAA 
CGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAA 
CGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAA 
CGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAA 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TCATCTGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGC 
TCATCTGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGC 
TCATCTGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGC 
TCATCTGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGC 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



TACATGCACAAGACCATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTT 
TACATGCACAAGACCATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTT 
TACATGCACAAGACCATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTT 
TACATGCACAAGACCATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTT 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



CTTCTGCAAGGAAAAGCCCCCGAAAGAAGATAGCCACCCAGACCTGCCCG 
CTTCTGCAAGGAAAAGCCCCCGAAAGAAGATAGCCACCCAGACCTGCCCG 
CTTCTGCAAGGAAAAGCCCCCGAAAGAAGATAGCCACCCAGACCTGCCCG 
CTTCTGCAAGGAAAAGCCCCCGAAAGAAGATAGCCACCCAGACCTGCCCG 
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GAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCTTCCTACGATTCTGCT 
GAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCTTCCTACGATTCTGCT 
GAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCTTCCTACGATTCTGCT 
GAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCTTCCTACGATTCTGCT 



AX080495 
HGPRBMY8 
AL390879 
AX148250 




HGPRBMY8 

AL390879 ^^^^^^^^ 
AX148250 

AXO 8 0 4 9 5 GCCACAGCTATTTAGAGCTTTAAAACTACCAGGTTCAATCACTGGTTATG 

HGPRBMY8 — — — 

AL390879 — 

AX148250 ~ ~ 



AX080495 
HGPRBMY8 
AL390879 
AX148250 



CTTTCTGTG 
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FIG. 11 
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FIG. 14 

HEK Cna BMY 8.007 




,4 



D0047A CIP 
22/29 
FIG. 15 

a. CHO-NFAT G alpha 15 (Fluorescent vs. Bright Field) 




b. CHO-NFAT/ G alpha 15 HGPRBMY8 (Fluorescent vs. Bright Field) 
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FIG. 18A 

1 ATGACGTCCACCTGCACCAACAGCACGCGCGAGAGTAACAGCAGCCACACGTGCATGCCC 60 

1MTSTCTNSTRES NSSHTCMP 20 

61 CTCTCCAAAATGCCCATCAGCCTGGCCCACGGCATCATCCGCTCAACCGTGCTGGTTATC 120 

21LSKMPISLAHGIIRSTVLVI 40 

121 TTCCTCGCCGCCTCTTTCGTCGGCAACATAGTGCTGGCGCTAGTGTTGCAGCGCAAGCCG 180 

41 FLAAS FVGN IVLALVLQRKP 60 

181 CAGCTGCTGCAGGTGACCAACCGTTTTATCTTTAACCTCCTCGTCACCGACCTGCTGCAG 24 0 

61QLLQVTNRFI FNLLVTDLLQ 80 

241 ATTTCGCTCGTGGCCCCCTGGGTGGTGGCCACCTCTGTGCCTCTCTTCTGGCCCCTCAAC 300 

81 I SLVAPWVVATSVPLFWPLN 100 

301 AGCCACTTCTGCACGGCCCTGGTTAGCCTCACCCACCTGTTCGCCTTCGCCAGCGTCAAC 3 60 

101 SHFCTALVSLTHLFAFASVN 120 

3 61 ACCATTGTCNTGGTGTCAGTGGATCGCTACTTGTCCATCATCCACCCTCTCTCCTACCCG 4 20 
121 TIVXVSVDRYLSIIHPLSYP 140 

4 21 TCCAAGATGACCCAGCGCCGCGGTTACCTGCTCCTCTATGGCACCTGGATTGTGGCCATC 4 80 
141 SKMTQRRGYLLLYGTWIVAI 160 

4 81 CTGCAGAGCACTCCTCCACTCTACGGCTGGGGCCAGGCTGCCTTTGATGAGCGCAATGCT 54 0 

161 LQST PPLYGWGQAAFDERNA 180 

541 CTCTGCTCCATGATCTGGGGGGCCAGCCCCAGCTACACTATTCTCAGCGTGGTGTCCTTC 600 

181 LCSMIWGASPSYTILSVVSF 200 

601 ATCGTCATTCCACTGATTGTCATGATTGCCTGCTACTCCGTGGTGTTCTGTGCAGCCCGG 660 

201 IVI PLIVMI ACYSVVFCAAR 220 

661 AGGCAGCATGCTCTGCTGTACAATGTCAAGAGACACAGCTTGGAAGTGCGAGTCAAGGAC 720 

221 RQHALLYNVKRHSLEVRVKD 240 

721 TGTGTGGAGAATGAGGATGAAGAGGGAGCAGAGAAGAAGGAGGAGTTCCAGGATGAGAGT 7 80 

241 CVENEDEEGAEKKEE FQDE S 260 

7 81 GAGTTTCGCCGC C AG CAT G AAG GT GAG G T C AAG G C C AAGG AG G G C AG AAT G G AAG C C AAG 8 4 0 

261 E FRRQHEGEVKAKEGRMEAK 280 

841 GACGGCAGCCTGAAGGCCAAGGAAGGAAGCACGGGGACCAGTGAGAGTAGTGTAGAGGCC 900 

281 DGSLKAKEGSTGTSESSVEA 300 
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FIG. 18B 



901 AGGGGCAGCGAGGAGGTCAGAGAGAGCAGCACGGTGGCCAGCGACGGCAGCATGGAGGGT 960 
301 RGSEEVRESSTVASDGSMEG 320 



961 AAGGAAGGCAGCACCAAAGTTGAGGAGAACAGCATGAAGGCAGACAAGGGTCGCACAGAG 1020 
321 KEGSTKVEENSMKADKGRTE 340 



1021 G T C AAC C AG T G C AG CAT T G AC T T GGG T G AAG AT GNC AT GG AGT T T G G T G AAG AC G AC AT C 1080 
341 VNQCS I DLGEDXMEFGEDDI 360 



1081 AATTTCAGTGAGGATGACGTCGAGGCAGTGAACATCCCGGAGAGCCTCCCACCCAGTCGT 114 0 

361 NFSEDDVEAVNI PESLPPSR 380 

1141 CGTAACAGCAACAGCAACCCTCCTCTGCCCAGGTGCTACCAGTGCAAAGCTNNNAAAGTG 12 00 

381 RNSNSNPPLPRCYQCKAXKV 400 

1201 ATCTTCATCATCATTTTCTCCTATGTGCTATCCCTGGGGCCCTACTGCTTTTTAGCAGTC 12 60 

401 IFIIIFSYVLSLGPYCFLAV 420 



12 61 CTGGCCGTGTGGGTGGATGTCGAAACCCAGGTACCCCAGTGGGTGATCACCATAATCATC 1320 

421 LAVWVDVETQVPQWVITII I 440 

1321 TGGCTTTTCTTCCTGCAGTGCTGCATCCACCCCTATGTCTATGGCTACATGCACAAGACC 1380 

441 WLFFLQCCI HPYVYGYMHKT 460 



1381 ATTAAGAAGGAAATCCAGGACATGCTGAAGAAGTTCTTCTGCAAGGAAAAGCCCCCGAAA 14 4 0 

461 IKKEIQDMLKKFFCKEKPPK 480 

14 41 GAAGATAGCCACCCAGACCTGCCCGGAACAGAGGGTGGGACTGAAGGCAAGATTGTCCCT 1500 

481 EDSHPDLPGTEGGTEGKIVP 500 



1501 TCCTACGATTCTGCTACTTTTCCTTGA 1527 
501 SYDSATFP 508 
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FIG. 21 
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BMY8 ATP Response 
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FIG. 22 
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Control Receptor ATP Response 
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